Diabetic kidney disease (DKD) has been surging as the leading cause of end-stage renal disease (ESRD), as approximately one-half, in Europe, United States, Japan, and Taiwan. While in Mainland China, it has surpassed glomerulonephritis to become the number 1 cause of chronic kidney disease (CKD) in hospitalized population (1.10% versus 0.75%) in 2015 and with a substantially ascending rate doubling over the past one decade [1] . In clinical practice, some individuals with diabetes mellitus do not progress to DKD even if their blood glucose is not strictly controlled, or they are not so easily to progress from diabetic nephropathy (DN) into ESRD [2] . However, some individuals are inevitable to progress into ESRD with perfect blood glucose [3] .
Thanks to international collaboration and novel analytical approaches, the underlying mechanism has been unraveled as a sophisticated model with interaction between hereditary basis and nonhereditary factors. The onset and progression of DKD are not only influenced by genetic profile but are also regulated by environmental, behavioral, and biological risk factors and their interaction with inherited predisposition. Several nonconventional risk factors may even play the critical role in the onset and progression of DKD.
The present special issue, which, including 9 original research articles and 4 review papers, has focused on the recent progress in our understanding of diabetic nephropathy including the underlying molecular mechanisms, genetic characteristics, new diagnostic biomarkers, and novel treatment options.
Studies about the genetic factors in DKD of T2DM are not so elucidated as in T1DM, since the concealing onset and the complicated phenotypes. Over the recent years, the penetration of candidate gene analysis by single-nucleotide polymorphisms (SNPs) and the more powerful genomewide association studies (GWAS) allows dozens of genetic loci to be confirmed associated with DKD in T2DM. The efforts of screening out potential genes and SNPs are aiming to determine their role in the pathogenesis of DKD in T2DM. The localization of the gene on chromosome 18q22.3-23 was the first identified genetic loci in Turkish DKD patients of T2DM [4] , which is in the region of carnosinase genes, and the polymorphism of relevant genes of carnosine dipeptidase (CNDP)1 and 2 was later proved to be related with the progression of DKD in T2DM patients [5, 6] . Two articles in this special issue targeted the genetic profiles of T2DM. Using genotyping techniques, L. Jin et al. found that the variant rs955333 was not associated with DKD, which was not consistent with the results of FIND, suggesting that the SNP might be less effective in eastern Chinese Han ancestry than other populations. In the work by T. Albrecht et al., the CNDP1 (CTG)5 homozygosity was identified as an independent, sex-specific protective factor for biopsy-proven DN. Their findings also suggested that hemodialysis patients with homozygous CNDP1 (CTG)5 genotype and diabetic patients carrying at least one (CTG)5 allele might have a survival benefit, yet to be confirmed by further studies.
Epigenetic modification also plays an important role in the pathogenesis of DN. A review by Z. Lu et al. presented recent advances in the epigenetics of DN, with the focus on the role of DNA methylation, noncoding RNAs, and histone modifications in DN [7] [8] [9] .
Given that the diagnostic value of microalbuminuria in DN has recently been challenged by several studies, biomarkers other than urinary albumin are needed for the early identification of renal injury [10] . In this special issue, three clinical studies are focused on this profile. J. H. Kim et al. Above all, the onset and progress of DKD is the consequence of genetic variants, epigenetic effects, and environment-involved interactions. Studies elucidating the underlying mechanisms behind DKD so far are rather limited, taking into account the paucity of well-phenotyped prospective DKD cohorts, the variable diagnostic criteria, the mosaic of ethnicity, and the cost-effective ratio of whole-genome genotyping. However, dozens of novel analysis technologies and pharmacological measures are booming out. To standardize the phenotypes, to larger the sample, to apply more stringent quality control, to replicate in multiple cohorts and to take covariates into account will no longer be a barrier in the near future. With the robust researches on the mechanisms within the onset and progression of DKD, the potential answers will ultimately be explored and will soundly shed light on the complex pathogenesis, facilitate prevention, and benefit early diagnosis and tailored intervention to reduce the incidence and minimize progression, so as to relieve the huge burden DKD posed on public health.
